Objective: Sow longevity is important for efficient and profitable pig farming. Recently, there has been an increasing interest in social genetic effect (SGE) of pigs on stress-tolerance and behavior. The present study aimed to estimate genetic correlations among average daily gain (ADG), stayability (STAY), and number of piglets born alive at the first parity (NBA1) in Korean Yorkshire pigs, using a model including SGE. Methods: The phenotypic records of ADG and reproductive traits of 33,120 and 11,654 pigs, respectively, were evaluated. The variances and (co) variances of the studied traits were estimated by a multi-trait animal model applying the Bayesian with linear-threshold models using Gibbs sampling. Results: The direct and SGEs on ADG had a significantly negative (-0.30) and neutral (0.04) genetic relationship with STAY, respectively. In addition, the genetic correlation between the social effects on ADG and NBA1 tended to be positive (0.27), unlike the direct effects (-0.04). The genetic correlation of the total effect on ADG with that of STAY was negative (-0.23) but non-significant, owing to the social effect. Conclusion: These results suggested that total genetic effect on growth in the SGE model might reduce the negative effect on sow longevity because of the growth potential of pigs. We recommend including social effects as selection criteria in breeding programs to obtain satisfactory genetic changes in both growth and longevity.
INTRODUCTION
Sow longevity is most important factor for production efficiency and profitable pig farming. To ensure profitability for the producer, a sow should produce at least three litters before culled. The optimal time to replace a sow depends on factors such as the sow' s performance, its housing, feeding, and insemination costs, and the cost and genetic merit of the replacement gilt compared to the sow being replaced [1] . Early culling results in less piglets born alive over the sow's lifetime and leads to irregular replacement of sows. The longevity can be measured using stayability (STAY) to a certain age. STAY is the ability of a sow to survive until a specific parity in its life and is related to the number of piglets born alive over the lifetime [2] . Several studies estimated the heritability of STAY in sows and tried to find its early indicators, such as leg conformation [2] [3] [4] [5] . Sows can be stressed in various stages (e.g., mating, gestation, and farrowing). Maternal stress during gestation can affect the physiological development of suckling piglets [6] . Low reproductive performance due to these stresses can result in the early culling of sows.
Recently, there has been an increasing interest in the relationship of social interaction of pigs with stress-tolerance and behavior. The genetic effect of an individual on the pheno-
Statistical analysis
The variances and (co) variances of the studied traits were estimated by an animal multi-trait model applying the Bayesian with linear-threshold models using Gibbs sampling. For ADG, the effects of birth year-month (168 levels), sex (male or female), and group size (11 levels) were fitted as fixed effects. In the model, age and age squared at target weight were fitted as covariates. The models also included the random effects of group identity (4,927 levels) and birth litter (8,712 levels). We accounted social early-life environmental effects (birth litter of piglets within a group) in the model to avoid bias in the estimated genetic parameters for social effects [9] . For STAY and NBA1, the effects of farrowing year-month at first parity (169 levels) were used as fixed effects and birth litter (5,365 levels) was used as a random effect.
Animals were fitted as a random effect in the model. The statistical model for each group of traits is presented below: y = Xb+Z D a D +Z S a S +W c +Vg+T pe +Ul+Qk+e(ADG), y = Xb+Z D a D +Ul+e(STAY,NBA1), where, y is the vector of observations, b is the vector of fixed effects, a D is the vector of direct genetic effects (DGE), a S is the vector of SGE, g is the vector of random group, where g ~N(0, 5 riod of 24 to 28 days. The breeder culled the pigs that showed repeated gestation failure or low productive performance. The average culling parity was 4.96±2.85, with a range of 1 to 15. STAY, nary response variable defined as the ability of a sow to survive until its second parity. The average TAY was recorded to be 1.85±0.35. NBA1 was recorded to be 10.38±2.84 piglets.
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The genetic correlation = 18±5). This result was consistent with those of Canario et al [9] in that individuals experienced early in life affected their social skill in adulthood. Sociable pigs in early-life could solve dominance conflicts with unfamiliar pigs in adult life more quickly when they occurred [16] . Therefore, social effects are due to both genetic and social early-life environmental effects.
Stayability: The estimated heritability for STAY of the present study was 0.07±0.02. The heritability in the present study for STAY agreed with low to moderate heritability (0.06 to 0.18) reported in other studies [2, 5, 17, 18] . Heritability of STAY in the threshold model normally showed greater heritability values than a normal linear model [2, 5, 18] . A threshold model was used as another form of analysis but the estimated heritability for STAY of the present study was slightly lower than previous results [5, 18, 19] . Particularly, the birth litter variance (0.19±0.04) was greater than the direct genetic variance (0.10 ±0.03) in STAY and equaled 15% of the phenotypic variance in STAY. In the present study, the rate of culled pigs before the second parity (STAY = 1) was lower (15%) than those of the other studies [2, 5, [17] [18] [19] . Therefore, the low frequency of STAY value 1 may result in slightly lower heritability.
Number of piglets born alive at the first parity: The estimated heritability for NBA1 of the current study was 0.10±0.01 (Table  2 ). This result was in agreement with those of Engblom et al [2] . In addition, they coincided with those for the total number of piglets born in the first litter of other studies [1, 20] .
Genetic correlations
The estimated genetic correlations from the multivariate analysis are presented in Table 3 .
Direct breeding value and social breeding values of average daily gain:
The genetic correlation coefficient between DBV and SBV of ADG was neutral (0.03±0.11). This result strongly agreed with the study of Bergsma et al [8] , in that the absence of conflicts between an individual's own growth and mate's growth might be a consequence of neutral or slightly cooperative social interactions. Moreover, Canario et al [9] suggested that a social effect on the growth rate of a group mate had no cost for the individual studied. In addition, the positive or neutral relationship between direct and SGE is likely to increase the total heritable variation [7, 8] .
Stayability and number of piglets born alive at the first parity: The genetic correlation coefficient between STAY and NBA1 was significantly positive (0.31±0.16), indicating that the breeder in the current study culled sows based on NBA1. Low reproductive performance is a major reason for culling of sows [19, 21] . The risk of culling is greater between the first and second litters than between the second and third litters [17] . Therefore, piglet production, particularly at first parity, is an important factor affecting the breeder's decision to cull sows after first farrowing. In addition, Engblom et al [2] reported that the estimated breeding values for NBA1 had a moderate correlation (0.25) with the number of piglets born alive over a lifetime, after accounting for censoring.
Direct breeding value of average daily gain, stayability, and number of piglets born alive at the first parity: The estimated genetic correlation coefficient between DBV of ADG and STAY was significantly negative (-0.30±0.13), suggesting that animals with high genetic potential for ADG could have a lower STAY. However, the genetic correlation coefficients between the DBV of ADG and NBA1 were neutral (-0.04± 0.07). Although genetic relationship between individual growth and the NBA1 was weak, the pigs with high growth can be , direct genetic variance; , social genetic variance; , total heritability for model including social genetic effects; , random group variance; at risk of early culling, genetically. Therefore, this risk may be more because of factors other than low piglet production at first parity. The high individual growth rate can cause leg problems such as osteochondrosis [22, 23] . In this connection, leg problem is a main factor for culling sows and several studies suggest that leg conformation traits in a growth stage could be good early indicators of STAY [3] [4] [5] [24] [25] [26] . Social breeding value of average daily gain, stayability, and number of piglets born alive at the first parity: The genetic correlation between the SBV of ADG and STAY was neutral (0.04 ±0.32), whereas that between the SBV of ADG and NBA1 tended to be positive (0.27±0.17), which ranged from -0.05 to 0.60. Maternal stress during gestation can affect the physiological development of suckling piglets [6] . Previous studies showed that higher SBV and some desirable characteristics in pigs, i.e., fearlessness and stress-tolerance, were associated with each other [11, 12, 27] . Higher SBV could occur because of the apathy of the animal, resulting in reduced negative effects on the growth of others [10, 16] . Therefore, the pigs with this apathy may be less affected by various environments. Bailey et al [20] suggested that selection due to SGEs might push distinctive evolutionary dynamics in behaviors, such as competition, cooperation, or reproductive interactions.
(5) --
Total breeding value of average daily gain, stayability, and number of piglets born alive at the first parity: The genetic correlation between TBV of ADG and STAY was negative (-0.23 ±0.20), but non-significant. Owing to the effect of SBV, this was weaker than the genetic correlation between DBV of ADG and STAY (-0.30±0.13). In addition, the genetic correlation between TBV of ADG and NBA1 (0.11±0.11) was more positive than that between DBV of ADG and NBA1 (-0.04±0.07). The associative component of TBV is expressed not only in individual growth, but also in the growth of group mates [7] . Notably, because each pig interacts with its group mates, TBV of a pig is the sum of DBV and the number of group mates× SBV [8] . In Table 2 , the contribution of DBV variance (68%) to TBV was greater than that of SBV variance (27%). Although DBV had more effects than SBV on the genetic correlations of the TBV of ADG with that of other traits, SBV can potentially reduce a negative effect on the DBV of STAY. It was concluded that selection for SGEs on growth could be combined with selection not only for individual growth traits but also for longevity traits of pigs in the absence of antagonistic genetic correlations.
Litter environmental correlation
The correlations of birth litter and social early-life environmental effects are presented in Table 4 . Overall, they were relatively low and mostly non-significant. Significant positive correlations were found between birth litter and social early-life environmental effect on ADG (0.43±0.11), which differed from the neutral genetic correlation between DBV and SBV for ADG (0.03±0.11; Table 3 ). This result indicated that social effects from early-life experiences were dependent on birth litter environment. In other words, positive birth litter environment for growth rate increases social skills later in life. The correlation between birth litter and social early-life environmental effects on ADG was much higher than that of Canario et al [9] . However, our result also suggested that pigs with high social effects on the growth of a group mate did not incur a cost for itself.
A significant negative correlation was found between birth litter effects on ADG and STAY (D ADG -D STAY = -0.38±0.13; Table 4 ), suggesting that pigs in positive litter environment for its growth rate had a poorer STAY. This result was similar to the negative genetic correlation between DBV of ADG and STAY (DBV growth -DBV STAY = -0.30±0.13; Table 3 ). Canario et al [9] demonstrated that the social skills that pigs develop in their litter environment have a long-lasting effect on the growth of social partners. In addition, previous studies on STAY accounted for the effect of litter on the estimating paraeter [2, 17, 19] . The early-litter environment can affect phenotype later in life in terms of both growth and longevity traits, and there can be positive or negative correlation between these traits in the litter environment. Therefore, accounting for multivariate litter effect is required in multi-trait estimation of growth rate and STAY.
CONCLUSION
When the heritability of ADG was considered as a SGE, it showed 14% higher value than in a normal model. This can lead to a high genetic gain in swine breeding program. The direct effect on growth rate had a negative genetic relationship with the STAY of sows but social effect on growth rate had a neutral genetic relationship. In addition, the genetic relationship between social effects on ADG and NBA1 tended to be positive, unlike the neutral correlation of the direct effects on ADG and NBA1. Therefore, accounting for social effect is essential for the estimation of growth rate, and selection of the TBV of growth rate might reduce the negative effects of STAY on the individual growth potential of pigs. In addition, there can be positive or negative correlation between direct effect and social effect on growth rate and STAY in the litter environment, suggesting that accounting for multivariate litter effects is important for multi-trait-based estimation of growth rate and STAY. Therefore, the genetic correlations studied showed no antagonism of social effect with longevity. We re commend including social effects as selection criteria in breeding programs for achieving satisfactory genetic changes in both growth and longevity.
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